Copy number alterations occurring in or in proximity of genes involved in a fusion gene. Copy number alterations (CNA) were detected using probe intensity levels from the Infinium HumanMethylation450 BeadChip. LogR ratios were calculated from the probe intensity levels and used to screen for CNA using the Integrative Genomics Viewer (IGV). Deletions or amplifications that show evidence for a copy number alteration, within or in proximity of a gene involved in a fusion gene, is highlighted with a yellow bar. Probes that are deleted are blue colored and probes that are amplified are red colored and represented by the lines in the grey panel. Each panel represents one fusion gene and is enclosed with a black frame. Panels with a split view for simultaneous visualization of two different chromosomes are marked with a brown line with respective chromosome region noted on each side in blue color. Fusion gene partners are highlighted with a red box. Kaplan-Meier estimates of the event-free survival of the recurrent cytogenetic subgroups of BCP-ALL (A) and in BCP-ALL "other" patients grouped by fusion genes (B). The group of patients denoted as BCP-ALL "other" at diagnosis had a favorable event-free survival rate similar to HeH and t(12;21) patients (A). However, when analyzed separately, different outcomes were observed in patients harboring the different fusion genes within the BCP-ALL "other" group (B). The time in months from diagnosis is plotted on the x-axis. The p-value was determined with the log-rank test. 
